Key indicators: single-crystal X-ray study; T = 298 K; mean (C-C) = 0.003 Å; R factor = 0.056; wR factor = 0.176; data-to-parameter ratio = 21.2.
Related literature
For biological applications of hydrazones, see: Guniz & Rollas (2002) ; Ibañ ez et al. (2002) ; Vicini et al. (2002) ; Rollas et al. (2002) . For related structures, see: Clulow et al. (2008) ; Mendoza et al. (2011) . For bond-length data, see: Allen et al. (1987) . 
Data collection
Siemens P4 diffractometer Absorption correction: scan (North et al., 1968) T min = 0.924, T max = 0.97 9357 measured reflections 8060 independent reflections 4867 reflections with I > 2(I) R int = 0.089 3 standard reflections every 97 reflections intensity decay: 1% Refinement R[F 2 > 2(F 2 )] = 0.056 wR(F 2 ) = 0.176 S = 1.02 8060 reflections 380 parameters H-atom parameters constrained Á max = 0.16 e Å À3 Á min = À0.21 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg4 are the centroids of the C1-C6, C7-C12 and C20-C25 rings, respectively. Symmetry codes: (i) Àx þ 1; Ày; Àz þ 1; (ii) x þ 1; y À 1; z; (iii) Àx þ 1; Ày þ 1; Àz.
Data collection: XSCANS (Siemens, 1994) ; cell refinement: XSCANS; data reduction: XSCANS; program(s) used to solve structure: SIR2004 (Burla et al., 2005) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) . Fig. 1 . The molecular structure of title compound, with atom labels and 50% probability displacement ellipsoids for non-H atoms. 136.26, 135.18, 129.87, 128.55, 128.11, 126.18, 124.58, 122.35 Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0011 (6) −0.0067 (7) C33 0.0595 (9) 0.0565 (8) 0.0510 (8) −0.0257 (7) −0.0009 (6) −0.0126 (6) N3 0.0496 (7) 0.0842 (9) 0.0530 (7) −0.0297 (6) −0.0034 (5) −0.0017 (6) N1 0.0903 (10) 0.0572 (7) 0.0514 (7) −0.0310 (7) −0.0002 (6) −0.0116 (6) N2 0.0620 (7) 0.0589 (7) 0.0521 (7) −0.0234 (6) 0.0010 (5) −0.0113 (6) C32 0.0521 (8) 0.0631 (9) 0.0534 (8) −0.0224 (7) −0.0034 (6) −0.0095 (7) C7 0.0593 (8) 0.0601 (9) 0.0571 (8) −0.0301 (7) −0.0006 (6) −0.0091 (7) C13 0.0643 (9) 0.0572 (9) 0.0596 (9) −0.0240 (7) 0.0009 (7) −0.0124 (7) C1 0.0635 (9) 0.0561 (8) 0.0517 (8) −0.0261 (7) 0.0016 (6) −0.0115 (6) C38 0.0677 (10) 0.0621 (9) 0.0566 (9) −0.0222 (8) −0.0035 (7) −0.0090 (7) C25 0.0591 (9) 0.0626 (9) 0.0599 (9) −0.0218 (7) −0.0001 (7) −0.0084 (7) C3 0.0724 (11) 0.0759 (11) 0.0749 (11) −0.0423 (9) −0.0052 (8) −0.0122 (9) C31 0.0669 (10) 0.0660 (10) 0.0701 (10) −0.0274 (8) −0.0015 (8) −0.0211 (8) C27 0.0580 (9) 0.0611 (9) 0.0576 (9) −0.0205 (7) 0.0024 (7) −0.0153 (7) 
Hydrogen-bond geometry (Å, °)
Cg1, Cg2 and Cg4 are the centroids of the C1-C6, C7-C12 and C20-C25 rings, respectively. supplementary materials sup-10 Fig. 1 
